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SEQUENCE LISTING 



( 1 ) 



GENERAL INFORMATION 



(1) APPLICANT: 



3anc.iir.an. Olga 

H n w ]■: ins, Phillip R . 

H: 11 man, Jennifer L. 

Lai. Pree:.: 

Gol i , Surya K . 



(li) TITLE OF THE INVENTION: NOVEL HUMAN SERINE 
CARBOXY P E PT I DAS E 

( ii i ) NUMBER OF SEQUENCES : 8 

(iv) CORRESPONDENCE ADDRESS: 

(&) ADDRESSEE: Incyte Pharmaceuticals, Inc. 

(3) STREET: 3174 Porter Drive 

(C) CITY: Palo Alto 

(D) STATE: CA 

(E) COUNTRY: USA 
(?) LIP: 943 04 

(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Diskette 

(B) COMPUTER: IBM Compatible 

(C) OPERATING SYSTEM: DOS 

(D) SOFTWARE: Frist SEQ for Windows Version 2.0 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: To Be Assigned 
(3) FILING DATE: Filed Herewith 

(vii) PRIOR APPLICATION DATA: 
(A) APPLICATION NUMBER: 

IB) FILING DATE: 

(vi Li ) ATTORNEY /AGENT INFORMATION: 
( A ) NAME : B I 1 : ngs , Lucy J . 
(3) REGISTRATION NUMBER: 36,749 
(C) REFERENCE/DOCKET NUMBER : PF-0241 US 

( ix) TELECOMMUN I OAT ION INFORMATION: 
( A ) TELE PHONE : 415- 355- 0 555 
( 3 ) TELEFAX : 4 15-845-4166 



(2) INFORMATION FOR SEQ ID NO : 1 : 

( l ) SEQUENCE CHARACTERISTICS : 
(A) LENGTN : 17 ' amino acids 
(3) TYPE: .mino acid 
(C) STRAMDHDNESS : single 
( D ) TO?' >LO< iY : :. n« ?a r 
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(xi) SEQUENCE DESCRI PTION : SEQ ID NO : 1 : 

Met. Val Gly Ala Met Trp Lys Vai He Val Ser Leu Val Leu Leu Met 

1 5 10 15 

Pro Gly Pre Cys Asp Gly Leu Phe His Ser Leu Tyr Arg Ser Val Ser 

2 J 25 3 3 

Met. Pre Pro Lys Gly Asp Ser Gly Gin Pro Leu Phe Leu Thr Pro Tyr 

3 5 4 j 4 5 

He Glu Ala Gly Lys He Gin Lys Gly Arg Glu Leu Ser Leu Val G\y 

5 0 5 5 6 0 

Pro Phe Pro Gly Leu Asn Met Lys Ser Tyr Ala Asp Phe Leu Thr Val 
6 5 7 0 7 5 3 0 

Asn Lys Thr' Tyr Asn Ser Asn Leu Phe Phe Trp Phe Phe Pro Ala Gin 

9 5 9 0 9 5 

lie Gin Pro Glu Asp Ala Pro Val Val Leu Trp Leu Gin Gly GLu Pro 

100 105 11.0 

Gly Gly Ser Ser Met Phe Gly Leu Phe Val Glu His Gly Pro Tyr Val 

115 10 0 10 5 

Val Thr Ser Asn Mer Tin L^-j. Aim Asp Arg Asp Phe Pro Trp Thr T*v- 

130 135 140 

Thr Leu Ser Met Leu Tyr He Asp Asn Pro Val Gly Thr Gly Pine Ser 
145 150 155 HO 

Phe Thr Asp Asp Thr His Gly Tyr Ala Val Asn Glu Asp Asp V a 1 Ala 

105 17 0 17 5 

Arg Asp Leu Tyr Ser Ala Leu He Gin Phe Phe Gin He Phe Pro Glu 

13 0 18 5 1 9 0 

Tyr Lys Asn Asn Asp Phe Tyr Val Thr Gly Glu Ser Tyr Ala Gly Lys 

10 5 2 0 U 2 0 5 

Tyr- Val Pre- Ala He Ala His Leu He His Ser Leu Asn Pro Val Arc? 

210 21 5 2 2 j 

Glu Val Lys lie Asn Leu Asn Gly lie Ala He Gly Asp Gly Tyr Ser 
225 230- 235 240 

Asp Pro Glu Ser He lie Gly Gly Tyr Ala Glu Phe Leu Tyr Gin He 

2 4 5 2 5 0 2 5 5 

Gly Leu Leu Asp Glu Lys Gin Lys Lys Tyr Phe Gin Lys Gin Cys His 

20 0 26 5 27 0 

Glu Cys lie Glu His lie Arg Lys Gin Asn Trp Phe Glu Ala Phe Glu 

2 7: 230 2 3 5 

lie Leu Asp Lys Leu Leu Asp Gly Asp Leu Thr Ser Asp Pro Ser Tyr 

2 9 0 2 9 5 3 0 0 

Phe Gin Asn Val Thr Gly Cys Ser Asn Tyr Tyr Asn Phe Leu Arg Cys 

3 0 5 3 1 0- 3 1 5 3 2 0 

Thr Glu Pro Glu Asp Gin Leu Tyr Tyr Val Lys Phe Leu Ser Leu Pro 

" J , ' r - 3 ? S 

Glu Val Arg Gin Ala lie His Val Gly Asn Gin Thr Phe Asn Asp Gly 

340 345 35J 

Thr He Val Glu Lys Tyr Leu Arg Glu Asp Thr Val Gin Ser '7a 1 Lys 

3 c 5 3 6 0 3 6 5 

Pro Trp Leu Thr Glu He Met Asn Asn Tyr Lys Val Leu He Tyr Asn 

3 7C 373 330 

Gly Gin Leu Asp He lie Val Ala Ala Ala Leu Thr" Glu Arg Ser Leu 

3 3 9 0 3 9 5 4 .' " 

Me" Gly Met Asp Trp Lys Gly Ser Gin Glu Tyr Lys Lys Ala Glu Lys 

4 ."■ - 4 1 J 415 

Lys Lys Val Trp Lys lie Phe Lys Ser Asp Ser Gly Va 1 Ala Gly Tyr 

lie Arg Gin Val Gly Asp Phe His Gin Val He lie Arg Gly Gly Gly 
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450 455 4 6 0 

Arg Phe lie Tyr Gly Lys Gly Trp Asp Pr3 Tyr Val Gly 
465 470 475 

(2) INFORMATION FOR SEQ ID NO : 2 : 

(i) SEQUENCE C H A? -AC T ERISTICS : 

(A) LENGTH: 1 5 7 0 base pairs 

(B) TYPE: nacleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vi i) IMMEDIATE SOURCE: 

(A) LIBRARY: MPHGNOT 0 3 

(B) CLONE: 44? 0 04 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2 : 



AAGCGCTGCA 


AGGACAACCG 


GCTGGGGTL'G 


TTGCGCGCCG 


yj'j"^ x C AG 3CA 


■ ^ C AG C A C 1 _ ' - A. 


n 


1 


CTGCGCCGCA 


CCCTGAGAGA 


TGGTTGGTGC 


CATGTGGAAG 


GTGATTGTTT 


CGCTGGTCCT 


1 7 


0 


GTTGATGCCT 


GGCCCCTGTG 


ATGGGCTGTT 


TCACTCCCTA 


TACAGAAGTG 


TTTCCATGCC 


1 0 


0 


AC C T AAGGG A 


GACTCAGGAC 


AGCCATTATT 




TACATTGAAG 


CTGGGAAGAT 


2 "-t 


0 


CCAAAAAGGA 


AGA.GAATTGA 


GTTTGGTCGG 


TCCTTTCCCA 


GGACTGAACA 


TGAAGAGTTA 


~i 0 


0 


TGCCGACTTC 


CTCACTGTGA 


AT.AAGACTTA 


C AA< 2 AG C AAC 


CTCTTCTTCT 


GGTTCTTCCC 


i 


o 


AGCTCAGATA 


CAGCCAGAAG 




AGTTCTCTGG 


CTACAGGGTG 


AGCCGGGAGG 


■t 2 




TTCATCCATG 


TTTGGACT'^T 


TTGTGGAACA 


TGGGCCTTAT 


GTTGTCACAA 


GTAACATGAC 






CTTGCGTGAC 


AGAGACTTCC 


CCTGGACCAC 


AACGCTCTCC 


ATGCTTTACA 


TTGAC.AATCC 


C 1 




AGTGGGCACA 


GGCTTCAGTT 


TTACTGATGA 


TACCCACGGA 


TATGCAGTCA 


ATGAGGACGA 






TGTAGCACGG 


G ATTT AT AC A 


GTGCACTAAT 


TCAGTTTTTC 


C AG AT ATTT C 


CTGAATATAA 




f 1 


AAATAATGAC 


TTTTATGTCA 


CTGGGGAGTC 


TTATGCAGGG 


AAATATGTGC 


CAGCCATTGC 






ACACCTCATC 


CATTCCCTCA 


ACCCTGTGAG 


AGAGGTGAAG 


ATCAACCTGA 


ACGGAATTGC 


7 




TATTGGAGAT 


GGATATTCTG 


ATCCCG.AATC 


AATTATAGGG 


GGCTATGCAG 


.AATTCCTGTA 


■-■ 4 




CCAAATTGGC 


TTGTTGGATG 


AG AAGC AAAA 


AAAGTACTTC 


CAGAAGCAGT 


GCCATGAATG 






CATAGAACAC 


ATCAGGAAGC 


AGAACTGGTT 


TGAGGCCTTT 


GAAATACTGG 


ATAAACTACT 






AGATGGCGAC 


T T AA 1 7 AA G T G 


ATCCTTCTTA 


CTTCCAGAAT 


GTTACAGGAT 


GTAGTAATTA 


l:-2 




CTATAACTTT 


TTGCGGTGCA 


CGGAACCTGA 


GGATCAGCTT 


TACTATGTGA 


AATTTTTGTC 


1 




AC TC C C A.' 7 A 1 7 


GTGAGACAAG 


CCATCCACGT 


GGGGAATCAG 


AC TTTT A.ATG 


ATGGAACTAT 


114 




AGTTGAAAAG 


TACTTGCGAG 


AA< j AT AC AG T 


ACAGTCAGTT 


.AAGCCATGGT 


TAACTGAAAT 


12 0 




CATGAATAAT 


TATAAOGTTC 


TGATCTACAA 


TGGCCAACTG 


GACATCATCG 


TGGCAGCTGC 


1 1 - 




CCTGACAGAG 


CGCTCCTTGA 


TGGGCATGGA 


CTGGAAAGGA 


TCCCAGG.AAT 


ACAAGAAGGC 


1 




AGAAAAAAA-A 


AAA.GTTTGGA 


AG AT C T T T AA 


AT C T G AC AG T 


GGAGTGGCTG 


GTTACATCCG 


1 ;. •? 




GCAAGTGGGT 


GACTTCCATC 


AG G T .AAT TAT 


TCGAGGTGGA 


GGACATACTT 


TACCCTATGA 


144 




CCAGCCTCTG 


AGAGCTTTTG 


ACATGATTAA 


TCGATTCATT 


TATGGAA.AAG 


GATGGGATCC 


17-1 




TTATGTTGGA 


T AAAC T A.C C T 


TOCCAAAAGA 


GAACATCAGA 


GGTTTTCATT 


GCTGAAAAGA 


T'-' 




AAATCGTAAA 


AACAGAAAAT 


GTCATAGG.AA 


TAAAAAAATT 


ATCTTTTCAT 


ATCTGCAAGA 


1 '.2 


0 


TCTTTTTCAT 


C AAT AAAAAT 


TATCCTTGAA 


AC AAAAAAAA 


AAAGAAAAAG 




1 0 7 


0 



(2) INFORMATION FOR SEQ ID NO : 3 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH : 4 7 •;- air.ino acids 
( 3 ) TYPE : amir.o ac i<\ 
( C ) 3 TRANDEDNES S : s : ng 1 e 
( D) TOPOLOGY : L . near 

( A ) LIBRARY: MM LP. 3 DT T 1 
( 3 ) CLONE : 5 r ■': ? ? 3 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 

Met Val Gly Ala Met Trp Lys Val He Val 3er Leu Val Leu Leu Met 

1 5 10 15 

Pro Gly Pro Cys Asp Gly Leu Phe His Ser Leu Tyr Arg Ser Val Ser 

2 j 2 5 3 J 

Met Pro Pro Lys Gly Asp Ser Gly Gin Pro Leu Pne Leu Thr Pro Tyr 

3 5 4 0 4 5 

He Glu Ala Gly Lys lie Gin Lys Gly Arg Glu Leu Ser Leu Val Gly 

5 0 5 5 6 J 

Pro Phe Pro Gly Leu Asn Met Lys Ser Tyr Ala Gly Phe Leu Thr Val 

5 5 7 0 7 5 SO 

Asn Lys Thr Tyr Asn Ser Asn Leu Phe Phe Trp Phe Phe Pro Ala Gin 

3 5 9 0 9 5 

He Gin Pro Glu Asp Ala Pro Val Val Leu Trp Leu Gin Gly Gly Pro 

1 5 0 10 5 11 D 

Gly Gly Ser Ser Met Xaa Gly Leu Phe Val Glu His Gly Pro Tyr Val 

115 12 0 12 5 

Val Thr Ser Asn Met Thr Leu Arg Asp Arg Asp Phe ?i o Trp Thr Thr 

130 135 140 

Thr Xaa Ser Met Leu Tyr lie Asp Asn Pro Val Gly Thr Gly Phe Ser 

14 5 150 155 160 

Phe Thr Asp Asp Thr His Gly Tyr Ala Val Asn Glu Asp Asp Val Ala 

1 6 E 17 0 17 5 

Arg Asp Leu Tyr Ser Ala Leu He Gin Phe Phe Gin He Phe Pro Glu 

1 3 0 13 5 19 0 

Tyr Lys Asn Asn Asp Phe Tyr Val Thr Gly Glu Ser Tyr Ala Gly Lys 

19 5 2 ( ": J 2 0 5 

Tyr Val Pro Ala He Ala His Leu lie His Ser Leu Asn Pro Val Arg 

210 215 22') 

Glu Val Lys lie Asn Leu Asn Gly He Ala lie Gly Asp Gly Tyr" Ser 
22 5 23 0 23 5 24 0 

Asp Pro Glu Ser He He Gly Gly Tyr Ala Glu Phe Leu Tyr Gin He 

24 5 250 2 55 

Gly Leu Leu Asp Glu Lys Gin Lys Lys Tyr' Phe Gin Lys Gin Cys His 

2 5 0 2 6 5 2 7 0 

Glu Cys He Glu His lie Arg Lys Gin Asn Trp Phe Glu Ala Phe Glu 

2 7 5 2 3 0 2 8 5 

He Leu Asp Lys Leu Leu Asp Gly Asp Leu Thr Ser Asp Pro Ser Tyr 

2 9 0 2 9 5 3 0 J 

Phe Gin Asn Val Thr Gly Cys Ser Asn Tyr' Tyr Asn Phe Leu Arg Cys 
3 0- 5 3 1 j 3 15 3 2 0 

Thr Glu Pro Glu Asp Gin Leu Tyr Tyr Val Lys Phe Leu Ser Leu Pro 

32 5 3 30 335 

Glu Val Arg Gin Ala lie His Val Gly Asn Gin Thr Phe Asn Asp Gly 

340 345 350 

Thr He Val Glu Lys Tyr Leu Arg Glu Asp Thr Val Gin Ser Val Lys 

3 5 c - 3 60 3 6 5 

Pro Trp Leu Thr Glu He Met Asn Asn Tyr Lys Val Leu He Tyr Asn 

3 7 0 3 7 5 3 3 0 

Gly Gin Leu Asp He lie Val Ala Ala .Ha Leu Thr- Glu Arg Ser Leu 
33 3 3 H 3 95 40 0 

Met Gly Met Asp Trp Lys Gly Ser Gin Glu Tyr Lys Lys Ala Glu Lys 

. '. -± 1 _' 

Lys Val Trp Lys He Pne Lys Ser Asp Ser' Glu Val Ala Gly Fyr lie 

4 : : 4 :; 5 4 3 : 

Arg Gin Val Gly Asp Pne His Gin Val lie lie Arg Gly Gly jly His 

.*■ T t . -* t 1 

lie Leu Pro Tyr Aso Gin Pro Leu Arg Ala Phe Asn Met lie Asn Arg 
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Phe Tie Tyr Gly Lys Gly Trp Asp Pro Tyr Val Gly 



(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 15:1 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
(3) TOPOLOGY: linear 

(Vii) IMMEDIATE SOURCE: 

(A) LIBRARY : MMLR3DT01 

(B) CLONE : 5 6*993 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 

GAAAGCTGGT ACGCCTGCNG GTNCCGGTCC GGAA'iTCi jCG GGTNGACCCA CGCCTCCC^M n 0 

CGACTGCGCC GC AC C C TG AG AGATGGTTGG TGCCATGTGG AAGGTGATTG TTTCGCTGGT 12 0 

CCTGTTGATG CCT'^GCCCCT GTGATGGGCT GTTTCACTCC CTATACAGAA GTGTTTCCAT 18 0 

GCCACCTAAG GGAGACTCAG GACAGCCATT ATTTCTCACC CCTTACATTG AAGCTGGGAA 24 0 

G ATC C AAAAA GG.AAGAGAAT TGAGTTTGGT CGGCCCTTTC CCAGGACTGA ACATGAAGAG 30 0 

TTATGCCGGC TTCCTCACCG TGAATAAGAC TTACAACAGC AACCTCTTCT TCTGGTTCTT ?. 6 0 

CCCAGCTCAG ATACAGCCAG AAGATGCCCC AGTAGTTCTC TGGCTACAGG GTGGGCCGGG 42 0 

AGGTTCATCC ATGTTWGGAC TCTTTGTGGA ACATGGGCCT TATGTTGTCA CAAGTAACAT 4 8 0 

GACCTTGCGT G AC AG AG ACT TCCCCTGGAC CACAACGSTC TCCATGCTTT ACATTGACAA 54 0 

TCCAGTGGGC ACAGGCTTCA GTTTTACTGA TG AT AC CO AC GGATATGCAG TCAATGAGGA 6 0 0 

CGATGTAGCA CGGGATTTAT ACAGTGCACT AATTCAGTTT TTCCAGATAT TTCCTGAATA 06 0 

TAAAAATAAT GACTTTTATG TCACTGGGGA GTCTTATGCA GGGAAATATG TGCCAGCCAT 7 j j 

TGCACACCTC ATCOATTCCC TCAACCCTGT GAGAGAGGTG AAGATCAACC TGAACGGAAT 7i;0 

TGCTATTGGA GAT' ?,G AT ATT CTGATCCCGA ATCAATTATA GGGGGCTATG CAGAATTCCT : : :4:> 

GTACCAAATT GGCTTGTTGG ATGAGAAGCA AAAAAAGTAC TTCCAGAAGC AGTGCCATGA 0 j 

ATGCATAGAA CACATCAGGA A.GCAGAACTG GTTTGAGGCC TTTGAAATAC TGGATAAACT '0 6 J 

ACTAGATGGC GACTTAACAA GTGATCCTTC TTACTTCCAG AATGTTACAG GATGTAGTAA 102 j 

TTACTATAAC TTTTTGCGGT GCACGGAACC TGAGGATCAG CTTTACTATG TGAAATTTTT 10S J 

GTCACTCCCA GAGOTGAGAO AAGCCATCCA CGTGGGGAAT CAGACTTTTA ATGATGGAAC 1140 

TATAGTTGAA AAGTAOTTGC GAGAAGATAC AGTACAGTCA GTTAAGCCAT GGTTAACTGA 12:: 

AATCATGAAT AAT T AT AA< 3 G TTCTGATCTA CAATGGCC.AA CTGGACATC A TCG TGGCAGC 12 00 

TGCCCTGACA GAGCGCTCCT TGATGGGCAT GGACTGGAAA GGTTCCCAGG AATACAAGAA 10.0 

G G C AG AAAAA AAAGTTTGGA AGATCTTTAA ATCTGACAGT GAAGTGGCTG GTTACATCCG 1 0 r C' 

GCAAGTGGGT GACTTCCATC AGGTAATTAT TCGAGGTGGA GGACATATTT TACCCTATGA 144 0 

CCAGCCTCTG AGAGCTTTTG ACATGATTAA TCGATTCATT TATGGA.AAAG GATGGGATCC l'ViQ 

TTATGTTGGA TAAAC T AC CT TCCCAAAAGA GAACATCAGA GGTTTTCATN T 1 5 : _. 1 

(2) INFORMATION FOR SEQ ID NO : 5 : 

(l) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 05 1 amino acids 
(3) TYPE: amin:' acid 
(C) S rRANDSDNESS : single 
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Met Val Gly Ala Met Trp Lys Val lie Val Ser Leu Val Leu Leu Met 

L 5 10 15 

Pro Gly Pro Cys Gly Gly Leu Phe His Ser Leu Tyr Arg Ser Val Ser 

2 0 2 5 3 j 

Met Pro Pro Lys Gly Asp Ser Gly Gin Pro Leu Phe Leu Thr Pro Tyr 

3 C 40 4 5 

lie Glu Ala Gly Lys lie Tyr Thr Gly Thr Asn Ser Val Phe Gin He 

5 0 5 5 6 0 

Phe Pro Glu Tyr Lys Asn Asn Asp Phe Tyr Val Thr Gly Glu Ser Tyr 
6 5 7 0 7 5 8 0 

Ala Gly Lys Tyr Val Pro Ala Lie Ala His Leu He His Ser Leu Asn 

■3 5 9 0 9 5 

Pro Val Arg Glu Val Lys He Asn Leu Asn Gly He Ala He Gly Asp 

1 0 0 105 11 D 

Gly Tyr Ser Asp Pro Glu Ser He He Gly Gly Tyr Ala Glu Phe Leu 

115 12 0 12 5 

Tyr Gin lie Gly Leu Leu Asp Glu Lys Gin Lys Lys Tyr Phe Gin Lys 

13 J 135 140 

Gin Cys His Glu Cys He Glu mis lie Aiy L> s Gin Asn Trp Phe Glu 
145 150 155 160 

Ala Phe Glu He Leu Asp Lys Leu Leu Asp Gly Asp Leu Thr Ser Asp 

16 5 17 0 17 5 

Pro Ser Tyr Phe Gin Asn Val Thr Gly Cys Ser Asn Tyr Tyr Asn Phe 

1 3 0 1 3 5 1 9 0 

Leu Arg Cys Thr Glu Pro Glu Asp Gin Leu Tyr Tyr Val Lys Phe Leu 

13 5 2 0 0 2 0 5 

Ser Leu Pro Glu Val Arg Gin Ala He His Val Gly Asn Gin Thr Phe 

210 215 2 2 0 

Asn Asp Gly Thr lie Val Glu Lys Tyr Leu Arg Glu Asp Thr Val Gin 

2 2 5 2 3 j 2 3 5 2 4 0 
Ser Val Lys Pro Trp Leu Thr Glu He Met Asn Asn Tyr Lys Val Leu 

24 5 250 255 

He Tyr Asn Gly Gin Leu Asp lie He Val Ala Ala Ala Leu Thr Glu 

2 6 0 2 6 5 2 7 0 

Arg Ser Leu Met Gly Met Asp Trp Lys Gly Ser Gin Glu Tyr Lys Lys 

275 230 235 

Ala Glu Lys Lys Val Trp Lys He Phe Lys Ser Asp Ser Glu Val Ala 

2 9 0 2 9 5 3 0 0 

Gly Tyr He Arg Gin Val Gly Asp Phe His Gin Val He He Arg Gly 

3 05 310 315 3 20 
Gly Gly His He Leu Pro Tyr Asp Gin Pro Leu Arg Ala Phe Asp Met 

3 2 5 3 3 0 3 3 5 

He Asn Arg Phe He Tyr Gly Lys Gly Trp Asp Pro Tyr Val Gly 
34' 345 350 

(2} INFORMATION FOR SEQ ID NO : 6 : 

(i) SEQUF.NC E CHARACTERISTICS: 
(A) LENGTH: 126 3 base pairs 
( 5 ) TYPE: nucleic acid 
(C) STRANOEDNESS : single 
(L) TOPOLOGY: ' i npar 

ivii) IMMEDIATE SOURCE : 

(A) LIBRARY: COLMCRT01 
(3i CLONE: 7 7 1-4 69 



(xh SEQUENCE DESCRIPTION: SEQ ID NO : 6 : 
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AAG GC AAAC 2 






C ACG C TG AG A 


GATGGTTGGT 


GCCATG EGG A 


ct'jG' 1 1 c tg 


TGGTGGGCTG 


T FTCACTCCC 


GAGACTCAGG 


A ( _A' jLL.-a I 1 A 


ITT r i CACCC 


GCAC rAATTC 


AGTTTTCCAG 


ATATTTCCTG 


GGGAGTCT VA 




T A TG TGCCAG 


L I'jI 'jA'jA'jA 


'jb 1 1 jAA'jA 1 c 


AACC TG AACG 


LL'j.AA I CAA 1 


TATA'j^'j'j'j 1 , 


l.nl j'_A 1 jAA 1 


A ( jL- AAAAA**\.-i 


«j rALTTC'-A'j 


AAGCAGTGCC 


i g< j r r r^A 


<j< r r i «jAA 


ATA'_ TbtjAl A 


CTTCTTACTT 


CCAGAATGTT 


ACAGGATGTA < 


AACCTGAGGA 


TCAGCTTTAC 


rA r< jAaa r 


TCCACGTGGG 


GAATCAGACT 


TTTAATGATG < 


ATA C AG T AC A 


GTCAGTTAAG 


( _cat'j<j r t.aa 


TCTACAATGG 


CCAACTGGAC 


ATCATCGTGG 


GCATGGACTG 


'jAAA'j<jA IX > . 


CAGGAATACA 


TTAAATCTGA 


CAGTGAAGTG 


gctggttaca 


TTATTCGAGG 


TGGAGGACAT 


attttaccct 


TTAATCGATT 


CATTTATGGA 


AAAGGATGG<J 


AAGAGAACAT 


CAGAGGTTTT 


CATTGCTGAA 


GGAATAAAAA 


AATTATCTTT 


tcatatctgc , 


TGA 







GAAVTGCTAT TGGAGA I GGA TATTCTGATC 
TCCTGTACCA AATTGGCTTG ttggatgaga 



(2) INFORMATION FOR SEQ ID NO : 7 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 47 1 amino acids 
(3) TYPE: amino acid 

(C) STRANDS DUE SS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LI3RARY: Gen Bank 

(B) CLONE: 17 13 L 0 7 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 

Met. VaL Lys Phe His Leu Leu Va 1 Leu He Ala Phe Thr Cys Tyr Thr 

1 5 10 15 

Cys Ser Asp Ala Thr Leu Trp Asn Pro Tyr Lys Lys Leu Met Arg Gly 

20 2 5 3 0 

Ser Ala Ser Pro Pro Arg Pro Gly Glu Ser Gly Glu Pro Leu Phe Leu 

3 5 4 3 4 5 

Thr Pro Leu Leu Gin Asp Gly Lys He Glu Glu Ala Arg Asn Lys Ala 

5 0 5-5 5 0 

Arg Va 1 Asn His Pro Met Leu Ser Ser Va 1 Glu Ser Tyr Ser Gly Phe 

5 5 7 0 7 5 SO 

Met Thr Val Asp Ala Lys His Asn Ser Asn Leu Phe Phe Trp Tyr Va 1 

8 5 0 0 9 5 

Pro Ala Lys Asn Asn Arg Glu G 1 n Ala Pro lie Leu Val Trp Leu Gin 
10 1 10 5 110 

■] Phe Gly Met Pne Glu Glu Asn Gly 



o y ^ ►=> r 



115 12 1 12 5 

Pro Phe His lie His Arg Asn Lys Ser Val Lys Gin Arg Glu Tyr Ser 

1 .3 J 13 5 14 : 

Trp His Gin Asn His H i s Met lie Tyr lie Asp Asn Pro Val Gly Thr 

145 151 155 10? 

Gly Phe Ser Phe Thr Asn Ser Aso Glu Glv Tvr Ser Thr Asn Glu Glu 



1 • : 

1 : 1 

2 4 0 

3 :>o 



54 0 



rG CGGTGCACGG 6 6 0 

rG AGACAAGCCA 72 0 

\C T rGCGAGAAG 70 0 

\T AAGGTTCTGA 84' 

?C TCCTTGATGG 00 0 

rT TGGAAGATCT 00 0 

rc CATCAGGTAA 102': 

:t tttgacatga 10o.' 

ZT ACCTTCC'~* a ^ 1 1 4' 

3A AAATGTCATA 12 0 0 

VA AAATTATCCT 126 0 
1263 
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His Val Gly Glu Asn Leu Met Lys Phe lie Gin Gin Phe Phe Val Leu 

18 0 i 6 5 19 0 

Phe Pro Asn Leu Leu Lys His Pro Phe Tyr lie Ser Gly Glu Ser Tyr 

19 5 2 j] 2 0 5 

Gly Gly Lys Phe Val Pro Ala Phe Gly Tyr Ala lie His Asn Ser Gin 

21 0 215 220 

Ser Gin Pro Lys lie Asn Leu Gin Gly Leu Ala lie Gly Asp Gly Tyr 

2 2 5 2 3 0 2 3 5 2 4 0 
Thr Asp Pro Leu Asn Gin Leu Asn Tyr Gly Glu Tyr Leu Tyr Glu Leu 

2 4 5 2 5 0 2 5 5 
Gly Leu lie Asp Leu Asn Gly Arg Lys Lys Phe Asp Glu Asp Thr Ala 

2 50 2 5 5 27 0 

Ala Ala lie Ala Cys Ala Glu Arg Lys Asp Met Asn Ser Ala Asn Arg 

275 230 235 

Leu lie Gin Gly Leu Phe Asp Gly Leu Asp Gly Gin Glu Ser Tyr Phe 

2 9 0 2 9 5 3 0 0 

Lys Lys Val Thr Gly Phe Ser Ser Tyr Tyr Asn Phe lie Lys Gly Asp 

3 0 5 3 L 0 315 3 2 0 
Glu Glu Ser Lys Gin Asp Ser Val Leu Met ijlu Phe Leu Ser Acn Pro 

3 2 5 3 3 0 3 3 5 
Glu Val Arg Lys Gly lie His Val Gly Glu Leu Pro Phe His Asp Ser 

3 4 0 3 4 5 3 5 0 

Asp Gly His Asn Lys Val Ala Glu Met Leu Ser Glu Asp Thr Leu Asp 

355 360 365 

Thr Val Ala Pro Trp Val Ser Lys Leu Leu Ser His Tyr Arg Val Leu 

370 375 330 

Phe Tyr Asn Gly Gin Leu Asp lie Tie Cys Ala Tyr Pro Met Thr Val 
335 300 395 400 

Asp Phe Leu Met Lys Met Pro Phe Asp Gly Asp Ser Glu Tyr Lys Arg 

4 J 5 41 0 415 
Ala Asn Arg Glu He Tyr Arg Val Asp Gly Glu Lie Ala Gly Tyr Lys 

4 2 0 4 2 5 4 3 0 

Lys Arg Ala Gly Arg Leu Gin Glu Val Leu He Arg Asn Ala Gly His 

435 440 445 

Met Val Pro Arg Asp Gin Pro Lys Trp Ala Phe Asp Met He Thr Ser 

450 455 460 

Phe Thr His Lys Asn Tyr Leu 

4 6 5 4 7 0 

(2) INFORMATION FOR SEQ ID NO : 8 : 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 430 amino acids 

(B) TYPE, amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vi l) IMMEDIATE SOURCE: 
(A) LIBRARY: GenBank 

(3) CLONE: 190283 

(xi) SEQUENCE DESCRIPTION: S"Q ID NO : S : 

Met lie Arg Ala .Ma Pro Pro Pro Leu Phe Leu Leu Leu Leu Leu Leu 

i 5 i : 15 

Leu Leu Leu Val Ser Trp Ala Ser A r a Gly Glu Ala Ala Pro Asp Gin 

Asp Glu lie Gin Arg Leu Pro Gly Leu Ala Lys Gin Pro Ser Phe Arg 
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Gin Tyr Ser Gly Tyr Leu Lys Ser Ser Gly Ser Lys His Leu Mis Tyr 

5 0 5 5 6 ■■ 

Trp Phe Val Glu Ser Gin Lys Asp Pro Glu Asn Ser Pro Val Val Leu 
55 70 75 8 J 

Trp Leu Asn Gly G.y Pro Gly Cys Ser Ser Leu Asp Gly Leu Leu Thr 

3 5 9 J 9 5 

Glu His Gly Pro Phe Leu Val Gin Pro Asp Gly V-.il Thr Leu Glu Tyr 

LOO 1 J 5 110 

Asn Pro Tyr Ser Trp Asn Leu lie Ala Asn Val Leu Tyr Leu Glu Ser 

115 120 125 

Pro Ala Gly Val Gly Phe Ser Tyr Ser Asp Asp Lys Phe Tyr Ala Thr 

1?0 1 35 140 

Asn Asp Thr Glu Val Ala Gin Ser Asn Phe Glu Ala Leu Gin Asp Phe 
14 5 15 3 15 5 1 5 0 

Phe Arg Leu Phe Pro Glu Tyr Lys Asn Asn Lys Leu Phe Leu Thr Gly 

1 r, S 1 7 0 1 7 5 

Glu Ser Tyr Ala Gly lie Tyr lie Pro Thr Leu Ala Val Leu Val Met. 

13 0 1 3 5 19 0 

Gin Asp Pro Ser Met Asn Leu Glu Gly Leu Ala Val Gly A s^ Gly T,eu 

105 2 00 205 

Ser Ser Tyr Glu Gin Asn Asp Asn Ser Leu Val Tyr Phe Ala Tyr Tyr 

210 215 2 20 

His Gly Leu Leu Gly Asn Arg Leu Trp Ser Ser Leu Gin Thr His Cys 
22 5 2 3 0 23 5 240 

Cys Ser Gin Asn Lys Cys Asn Phe Tyr Asp- Asn Lys Asp Leu Glu Cys 

24 5 2 5 0 2 55 

Val Thr Asn Leu Gin Glu Val Ala Arg Tie Val G : y Asn Ser Gly Leu 

260 265 270 

Asn lie Tyr Asn Leu Tyr Ala Pro Cys Ala (My Gly Val Pro Ser His 

27 5 2*0 285 

Phe Arg Tyr Glu Lys Asp Thr- Val Val Val Gin Asp Leu Gly Asn lie 

29 0 29 5 3-' ; 

Phe Thr Arg Leu Pro Leu Lys Arg Met Trp His G '. n Ala Leu Leu Arg 
3 0 5 3 10 315 ' 3 2 0 

Ser Gly Asp Lys Val Arg Met. Asp Pro Pro Cys Thr Asn Thr Thr Ala 

32 5 3 3 0 3 35 

Ala Ser Thr Tyr Leu Asn Asn Pro Tyr Val Arg Lys Ala Leu Asn lie 

3 4 0 3 4 5 .3 b 0 

Pro Glu Gin Leu Pro G In Trp Asp Met Cys Asn Phe Leu Val Asn Leu 

3 5 5 3 5 D 3 6 5 

Gin Tyr Arg Arg Leu Tyr Arg Ser Met P^sn Ser G.n Tyr Leu Lys Leu 

3 7i) 37 5 3-0 

L e u S e r S e r Gin Lys Ty r Gin lie L e u Le u Ty r As n Gly Asp Val A s p 

3 3 5 3 9 0 3 9 5 4 3 0 
Met Ala Cys Asn Phe Met Gly Asp Glu Trp Phe Vn 1 Asp Ser Leu Asn 

4 0 5 4 1 0 4 1 5 

Gin Lys Met Glu Val Gin Arg Arg Pro Trp Leu Vn 1 Lys Tyr Gly Asp 

420 425 430 

Ser Gly Glu Gin lie Ala Gly Phe Val Lys Glu Phe Ser His lie Ala 

4 3 5 4 4 0 4 4 5 

Phe Leu Thr He Lys Gly Ala Gly His Met Val Pro Thr Asp Lys Pro 

4: 0 455 4 • ■ ^ 

Leu Ala Alci Phe Thr Met Phe Ser Arg Phe Leu Asn Lys Gin Pro Tyr 

4 0« 5 4 7 0 4 7 5 4 3 0 



